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Results: HBVRNA was undetectable in all patients before treat-
ment, became detectable in 15 (79%) during treatments. Among
these three groups, pretreatment HBVDNA (8.1±2.4 vs. 7.7±1.4
vs. 5.1±0.3 log copies/mL, p=0.06), treatment and follow-up
durations (45.5±2.0 vs. 49.7±5.6 vs. 48.7±6.4 weeks, p=0.32)
were comparable. HBVRNA was detectable at end of treatment
or follow-up in all monotherapy patients, but none in sequential
therapy (100% vs. 0%, p<0.001).
Fig. 1. Lamivudine monotherapy.
Conclusion: Compared to lamivudine, interferon treatment may
reduce HBVDNA replication through the inhibition of HBVRNA
replicative intermediates.
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Objectives: To investigate the genotypic resistance proﬁles in
chronic hepatitis B patients who could not achieve virological
response after > 48 weeks adefovire treatment.
Methods: Serum samples and clinical data were collected from
adefovir treated patients (10mg/d) who could not achieve vi-
rological response (HBV DNA negative by PCR assay) after >48
weeks adefovir treatment. Adefovir genotypic resistance was
detected with PCR product pyrosequencing. HBV genotypes were
identiﬁed by phylogenetic tree analysis of PCR product di-deoxy
sequencing results. Correlation between adefovir resistance and
clinical factors were analyzed.
Results: Totally 104 patients were tested. 22 patients (21.2%)
were adefovir resistance (Table 1) and 18 patients (17.4%) pa-
tients had rtA181V and/or rtA181T mutation. 21 patients had
genotype B HBV and 83 patients had genotype C. No other
Table 1. Adefovir resistance in tested non-virological response patients
Mutations Cases
rtA181T 13
rtA181V 2
rtN236T 4
rtA181T + rtN236T 2
rtA181V + rtN236T 1
Total 22
genotypes were detected. There was no statistical difference in
resistance rate between genotype B and C patients (P>0.05).
Adefovir resistance patients are more common in lamivudine
refractory patients than in nucleoside-naïve patients (P=0.012).
Conclusion: In adefovir treated patients without virologial re-
sponse, rtA181V/T is more common than rtN236T. Adefovir re-
sistance assay may be considered for those patients for possible
treatment modiﬁcation and adefovir resistances are more com-
mon in lamivudine refractory patients than in nucleoside-naïve
patients.
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Objectives: To study methicillin-susceptible Staphylococcus au-
reus (MSSA) nasal colonization and risk factors in volunteer
military camps.
Methods: In this cross-sectional observational study, we evalu-
ated the prevalence and antibiotic resistance of S. aureus nasal
colonization and risk factors in Chinese healthy volunteers in two
camps in the Beijing area. Pulsed-ﬁeld gel electrophoresis (PFGE)
was used to determine the epidemiologic relatedness between S.
aureus isolates.
Results: From May to July 2007, 1,043 nasal swabs were col-
lected from healthy volunteers from rural (560) and urban (484)
camps. A total of 209 S. aureus isolates were recovered and all
of them were MSSA. Statistically signiﬁcant risk factors related
to nasal MSSA colonization included younger age, higher educa-
tion, shorter stay, non-smoking, and less outside traveling based
on single- and multiple-variable analyses. Based on their PFGE
patterns, 123 MSSA isolates were determined to be epidemic,
indicating MSSA clonal transmission occurred in high frequencies.
These 123 isolates were further divided into 12 genotypes with
types I (38), II (15), III (21) and VI (16) as major genotypes.
A further study on these 90 epidemic and 83 sporadic strains
revealed that recently recruited soldiers from the urban camp
correlated with the MSSA clonal transmission.
Conclusions: Our data indicated that MSSA nasal colonization
and clonal transmission occur in high frequencies, especially in
the urban camp in healthy military volunteers in Beijing.
